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メタン生成菌は非常に高い嫌気的条件下で生息するため培養は難しい、そこで群集構造を知るために DNA を  
利用する分子生物学的手法が主となっており、メタン生成菌が持つ特異的補酵素 mcrA 遺伝子（methyl coenzyme-M 
reducrase）を生物マーカーとしたメタン生成菌の群集解析が多く行われている。しかし永久凍土のメタン生成菌の





In the Siberian permafrost, DNAs and methane are stored more than 50-60 thousand years: the former has been kept without 
degradation, and latter was generated from dead plants. In the deeper layer of the permafrost a lot of methane produced by 
methanogenesis living before the ice age without releasing it into the atmosphere. 
As many species of methanogenesis are difficult to culture, molecular biological method of DNA is utilized for clarifying 
microbial flora. For this purpose a specific gene, mcrA coenzyme methanogene (methyl coenzyme-M reducrase) crowd has 
been often analyzed as markers. However, reports of permafrost on the community structure of methanogens, has been hardly 
done. Thus, in this study, PCR using gene of mcrA and DGGE (Denaturing Gradient Gel Electrophoresis) analysis were 
performed on methanogen community structure analysis and the cloning method for permafrost sample. As a result, low 
similarities with the known species were found, and it was supped there is a potential for existence of a new species 
methanogenesis. 
